Supplementary Figure S1 . Expression profiles of the intestinal mucosa obtained from CR and GF animals. Top two diagrams displayed in yellow shading show analysis of differentially expressed genes (significance criterion: q-value < 0.05; |log FC| ≥ 1) in all analyzed segments of the intestine using the GO BP and CT/MGA Enricher datasets. Bottom diagram in blue shading indicates analysis of genes upregulated in the GF intestine (significance criterion: q-value < 0.05; log FC|≥ 1) using the GO BP dataset. Individual genes are listed in Supplementary Table S1 . Additional information is given in Fig. 
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